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Supplemental Fig. 1. Comparison of the phenotype of wild type and variegated leaf mutant Csv/ in cucumber.
Plants colonized from wild type and Csv/ mutant plants grown for 60 d. The leaves of the 7" node were selected
for leaf area measurement. ‘*’ indicate the significant difference of target between wild type and Csv/ mutant

with p value < 0.05. Data were presented as means + SD of five replicates. ¢ test was conducted for statistical

analysis.
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Supplemental Fig. 2. Alignment of predicted amino acid sequences for chorismate synthase in
different species of plants. The parts marked in the square frame are the three conserved areas of

chorismate synthase.





